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Figure 1 - figure supplement 2 




Figure 2 - figure supplement 1 





Example: AA pair 5 
SNP1 : mus allele sterile 
SNP2: dom allele sterile 
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Figure 4 - figure supplement 1 



Figure 4 - figure supplement 2. 

Z scores for simulation models. 
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Figure 4 - figure supplement 3 



Figure 4 - figure supplement 4. 

Results of mapping simulations. 
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Architecture abbreviations: add - additive; dom - dominant; rec - recessive 

2 Locus 1 for autosomal pairs is musculus sterile allele; locus 1 for X-autosomal pairs is X-linked 

3 'detected' - >1 significant SNP within given distance criterion 

4 Locus 2 for autosomal pairs has a domesticus sterile allele; locus 2 for X-autosomal pairs is autosomal 
5 Mean number significant SNPs within distance criterion for either locus 
6 Mean number significant SNPs on chromosomes not containing 'causal' SNPs 



